, and Figure A in S1 File.
Materials and Methods A in S1 File.
UHPLC-PDA and FT-ICR-MS conditions, and identification and quantification of flavonoids.
UHPLC-PDA analyses were performed on a Shimadzu Nexera UHPLC system, consisting of a CBM-30A controller, two LC-30AD dual-plunger parallel-flow pumps, a DGU-20 AR5 degasser, a SPD-M30A photo diode array detector (equipped with a 1 µL detector flow cell volume), a CTO-30A column oven, and a SIL-30AC auto-sampler (Shimadzu Corp., Kyoto, Japan). The optimal mobile phase consisted of 0.1% HCOOH/H2O v/v (A) and 0.1% HCOOH/ ACN v/v (B) . Analysis was performed in gradient elution as follows: 0.01-2.50 min, 5-15% B; 2.50-10.00 min, 15-25% B; 10.00-12.00 min, 25-55% B; 12.00-14.50 min, 55-65% B; 14.50-17.00, 65-70% B; 17.00-17.01, 70-5% B;
17.01-21.00, isocratic to 5% B. For UHPLC-MS/MS analyses a Kinetex TM C18 150 mm × 2.1 mm (L.×I.D.), 2.6 μm column was employed (Phenomenex, Castel Maggiore, Italy). Flow rate was 0.5 mL/min. Column oven temperature was set to 40°C. Injection volume was 2 μL of extract. Data acquisition was set in the range 190-400 nm and chromatograms were monitored at 280 and 330 nm at the maximum absorbance of the compounds. The UHPLC system was coupled online to a FT-ICR Solarix 7T mass spectrometer through an ESI source (Bruker, Bremen, Germany). Resolution, sensitivity, and mass number calibration tuned using a standard sample solution of sodium trifluoroacetate. After the calibrant had flowed, cleaning operation of the tube and ESI probe was carried out by flowing acetonitrile (0.2 mL/min, 20 min). MS detection was operated both positive and negative ionization mode with the following parameters: drying gas temperature, 250°C; 
Cell cycle progression of 3T3-L1 and NIH-3T3 cells was evaluated in untreated cells (Ctrl) or treated
with CAde (100 μg/ml) for 16 h in presence or not of the adipogenic differentiation cocktail (MDI).
The results are means ± SD of three independent experiments. Statistical analysis was performed 
Cell proliferation of 3T3-L1 and NIH-3T3 cells was evaluated in untreated cells (Ctrl) or treated with
CAde (100 μg/ml) for 24, 48 and 72 h. The results are means ± SD of three independent experiments.
Statistical analysis was performed using one-way ANOVA. 3T3-L1 preadipocytes were differentiated into mature adipocytes for 8 days in absence (Ctrl) or presence of CAde (100 μg/ml) from D0 to D2 (D0-D2), from D2 to D8 (D2-D8) and from D0 to D8 (D0-D8). qPCR was performed to detect the mRNA expression of (1) C/ebpβ, (2) Pparγ, and (3) Glut4 and (4) Fapb4 at D2, D4 and D8 upon adipogenic induction. Results are means ± SD of three independent experiments and were expressed as relative changes over control. Statistical analysis was performed using one-way ANOVA. 
